clinical and molecular data of more than 30 different cancer types. Of these, 12 cancer 1 1 7 types had associated body mass index (BMI) data (Table 1) . We employed 1 1 8
Spearman's correlation test to assess the correlation between gene expression (RNA-1 1 9 sequencing data) of protein-and non-protein coding genes and BMI (cut-off set at an 1 2 0 absolute rho of 0.30 and a multiple testing adjusted P-value, Q, less than 0.01). Using (oesophageal carcinoma; 771 positive and 583 negative) (Table 1) . Please see Table 2 1 2 7 and S1-S3 Tables for details. by Spearman correlation at a rho cut-off of 0.30 and a multiple-testing adjusted P-
value (Bonferroni) less than 0.01; Up, the number of genes with a positive correlation 1 3 6 with BMI; Down, the number of genes with a negative correlation with BMI. BMI CESC (cervical squamous cell carcinoma and endocervical adenocarcinoma), TCGA- TCGA-UVM (uveal melanoma). UCEC (uterine corpus endometrial carcinoma). Cutoff set at a Spearman rho of
0.30 and a multiple-testing corrected P-value less than 0.01 (Bonferroni-adjusted P, In a previous study which employed an earlier iteration of the TCGA-UCEC , respectively) with body mass index ( Table 2) . A very recent study on
an independent clinical data set revealed that PGR expression is indeed correlated
with BMI in endometrial cancer [16, 17] . GREB1 is essential for progesterone-driven receptor positive tumours [19] . These data suggest that PGR and GREB1 should be further studied to understand the link between endometrial cancer and increasing rates Because a large number of TCGA-ESCA (oesophageal carcinoma) genes (1,294 of a total of 60,483 genes; 2.14%) ( performed additional analyses on this dataset (see S1 Fig.) . First, we repeated the
analyses with a stricter Spearman rho (0.50) and adjusted P-value cut-off (Q ≤ 0.001). 14 Under these conditions, 145 genes (0.24%) (S3 Table) striking difference between the two major subtypes of oesophageal carcinoma, ESCC
(squamous cell carcinoma) and EAC (adenocarcinoma) (Fig. 1) . EAC tumours largely ). Fig. 2 illustrates genes with distinct expression in the dataset:
Elevated expression of p63 (TP63) [9, 21] and the long non-coding RNA LINC01415 expression of one or more of the genes were excluded from the heatmap. We considered the current literature on the relationship between the oesophagus and fat distribution (primarily abdominal) and sex hormones [9, 27] . These epidemiological observations fit well with our data. We also compared the prognosis 2 3 7
of the BMI groups using various endpoints, however, there were too few patients with clinical endpoint events when patients were divided on the basis of histological subtypes (S4 Table) . Nevertheless, correlating TCGA-ESCA data with BMI identifies In conclusion, by integrating gene expression and BMI data from the TCGA 
